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Item Listing Version# 1 



Item Name 

us-09-529-043b-2.rag 

us-09-529-043b-2.rai 

us-09-529-043b- 
2.rapbm 

us-09-529-043b- 
2.rapbn 

us-09-529-043b-2.rpr 
us-09-529-043b-2.rup 



Download Content 
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Download; 



Download 



Download 



Download 



SCORE 1.3 BuildPate: 12/06/2005 



http://es/ScoreAccessWeb/GetItems.action?AppId=09529043&ItemType=4&Ve 3/2/06 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



February 28, 2006, 10:43:41 ; Search time 190 Seconds 

(without alignments) 
2636.273 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-529-043B-2 
5787 

1 VSTHTSSTLPAFKKILVANR. 



. RVWPAATKVEGGDLIVWS 1140 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2443163 seqs, 439378781 residues 



Total number of hits satisfying chosen parameters: 2443163 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : A__Geneseq_21 : * 

1 : geneseqpl980s : * 

2 : geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8 : geneseqp2004s : * 

9: geneseqp2005s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: February 28, 2006, 10:51:37 / Search time 50 Seconds 

(without alignments) 
1885.005 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



US-09-529-043B-2 
5787 

1 VSTHTSSTLPAFKKILVANR RVWPAATKVEGGDLIVWS 1140 

BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 



Searched: 572060 seqs, 82675679 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



572060 



Database : Issued_Patents_AA : * 

1 : /cgn2_6/ptodata/l/iaa/5_COMB.pep: * 

2 : /cgn2_6/ptodata/l/iaa/6_COMB .pep : * 

3 : /cgn2_6/ptodata/l/iaa/H_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB . pep : * 

5 : /cgn2_6/ptodata/l/iaa/RE_C0MB . pep : * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 








Description 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



February 28, 2006, 10:52:31 ; Search time 177 Seconds 

(without alignments) 
2691.104 Million cell updates/sec 

US-09-529-043B-2 
5787 

1 VSTHTS S TLPAFKKI LVANR RVWPAATKVEGGDLIVWS 114 0 



1867569 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1867569 seqs, 417829326 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA_Main : * 

1: /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB.pep: * 

2 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep: * 

3 : /cgn2_6/ptodata/l/pubpaa/US09_PUBCOMB . pep : * 

4 : /cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB.pep: * 

5 : /cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB .pep : * 

6 : /cgn2_6/ptodata/l/pubpaa/USll_PUBCOMB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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.2 
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41 


2443 
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1185 


4 
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42 


2441 
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us 
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2441 
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1181 
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us 
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44 


2441 
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C a rn ipnrp 


91919 A 

X ^7 j j7 t ri 


501 


-282-2136 


U ^ VJ kj. w 1. X V-^ ^ 


2116 An 


369 


-493-22819 


Sequence 


22819, A 


369 


-493-2488 


Sequence 


2488, Ap 


097 


-143-1425 


Sequence 


1425, Ap 


097 


-143-26604 


Sequence 


26604, A 


097 


-143-26607 


Sequence 


26607, A 


369 


-493-1491 


Sequence 


1491, Ap 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



February 28, 2006, 10:53:27 ; Search time 19 Seconds 

(without alignments) 
893.235 Million cell updates/sec 

US-09-529-043B-2 
5787 

1 VSTHTSSTLPAFKKILVANR RVWPAATKVEGGDL I VWS 1140 



117670 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 117670 seqs, 14887254 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA_New: * 

1 : / cgn2_6 /p t oda ta/ 2 /pubpaa/US 0 8_NEW_PUB . pep : * 

2 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

3 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

5 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 

6 : /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 

7 : / cgn2_6 /p t oda ta/ 2 /pubpaa/US 1 1_NEW_PUB . pep : * 

8 : /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


5784 


99 


9 


1140 


6 


US 


-10 


-858 


-730-208 


Sequence 


208, App 


2 


3799 


65 


6 


1124 


6 


US 


-10 


-858 


-730-12 


Sequence 


12, Appl 


3 


3783.5 


65 


4 


1127 


6 


US 


-10 


-858 


-730-13 


Sequence 


13, Appl 


4 


2464 


42 


6 


1151 


6 


US 


-10 


-793 


-626-2448 


Sequence 


2448, Ap 


5 


975 


16 


8 


472 


7 


US 


-11 


-232 


-405A-30 


Sequence 


30, Appl 


6 


936.5 


16 


2 


453 


6 


US 


-10 


-467 


-657-1642 


Sequence 


1642, Ap 


7 


866 


15 


0 


703 


6 


US 


-10 


-821 


-234-1317 


Sequence 


1317, Ap 


8 


851.5 


14 


7 


453 


6 


US 


-10 


-793 


-626-804 


Sequence 


804, App 


9 


801 


13. 


8 


615 


7 


US 


-11 


-232 


-405A-32 


Sequence 


32, Appl 



10 


606 . 5 


10 


. 5 


341 


6 


US - 


10 


11 


594 


10 


. 3 


2256 


7 


US - 


11 


12 


594 


10 


. 3 


2458 


7 


us - 


11 


13 


587 


10 


. 1 


2458 


7 


us - 


11 


14 


586 . 5 


10 


. 1 


2455 


7 


us - 


11 


15 


586 . 5 


10 


. 1 


2455 


7 


us - 


11 


16 


585 . 5 


10 


. 1 


309 


6 


us - 


10 


17 


578 . 5 


10 


. 0 


2455 


7 


us- 


11 


18 


561 . 5 


9 


. 7 


2483 


7 


us- 


11 


19 


544 


9 


. 4 


2458 


7 


us- 


11 


20 


534 . 5 


9 


. 2 


2348 


6 


US- 


10 


21 


531 


9 


. 2 


1096 


6 


US- 


10 


22 


528.5 


9 


. 1 


2456 


7 


US- 


11 


23 


528.5 


9 


. 1 


2456 


7 


US- 


11 


24 


498 


8 


. 6 


472 


7 


us - 


11 


25 


255 


4 


. 4 


1073 


7 


us - 


11 


2 6 


234 


4 


. 0 


1071 


6 


us - 


10 


2 7 


221.5 


3 


. 8 


1066 


7 


us - 


11 


2 8 


221.5 


3 


. 8 


1066 


7 


us - 


11 


29 


221.5 


3 


. 8 


1113 


7 


us - 


11 


30 


221.5 


3 


. 8 


1113 


7 


us- 


11 


31 


211.5 


3 


. 7 


6893 


7 


US- 


11 


32 


203 


3 


. 5 


1076 


7 


US- 


11 


33 


183 . 5 


3 


. 2 


8695 


7 


us - 


11 


34 


170 . 5 


2 


. 9 


2087 


7 


US- 


11 


35 


169 . 5 


2 


. 9 


3507 


7 


us - 


11 


36 


159 . 5 


2 


. 8 


3655 


7 


US- 


11 


37 


154 . 5 


2 


. 7 


3689 


7 


US - 


11 


38 


152 


2 


. 6 


2004 


6 


US - 


10 


39 


152 


2 


. 6 


2004 


6 


us- 


10 


40 


151.5 


2 


.6 


7102 


7 


us- 


11 


41 


147 


2 


.5 


7968 


7 


us- 


11 


42 


145.5 


2 


.5 


3073 


7 


us- 


11 


43 


141.5 


2 


.4 


1461 


7 


us- 


11 


44 


139 


2 


.4 


1572 


7 


us- 


11 


45 


134.5 


2 


.3 


1448 


6 


us- 


10 



793 


-626 - 


■218 


Sequence 


218, App 


144 


-3 68- 


■4 


Sequence 


4, Appli 


186 


-999- 


13 


Sequence 


13 , Appl 


loo 


- y y y- 


ez 
O 


Sequence 


6 , App 1 i 


186 


-999- 


14 


Sequence 


14 , Appl 


loo 


-999- 


16 


Sequence 


16, Appl 


O O "5 


-626- 


648 


sequence 


o 4 o , App 


loo 


-999- 


4 


Sequence 


4, Appll 


186 


-999- 


2 


Sequence 


2, Appli 


186 


-999- 


11 


Sequence 


1 1 , App 1 


4 50 


-224A-2 


Sequence 


2, Appli 


n n r 


-561- 


710 


Sequence 


/ 1 0 , App 


186 


-999- 


8 


Sequence 


8, Appli 


loo 


-999- 


10 


Sequence 


10, Appl 


f\ Q O 

uys 


-686 - 


10733 


Sequence 


1073 3 , A 




-665- 


20 


Sequence 


z U , App 1 


A CI 

4 o / 


-657- 


1654 


Sequence 


1654, Ap 




-822- 


370 


Sequence 


o /V) , App 


U jj 


-822- 


1002 


Sequence 


t n n o a 
1 U U 2. , Ap 


Ujj 


-822- 


368 


Sequence 


3 6 8, App 


ncc 

Ujj 


-822- 


1000 


Sequence 


t n n n a « 
1 0 U 0 , Ap 


one 
zUb 


-109- 


14 


Sequence 


14 , Appl 


r\ q o 

oy o 


-686- 


11184 


Sequence 


11184, A 


one 


-109- 


15 


Sequence 


1 5 , App 1 


075 


-185- 


28 


Sequence 


28, Appl 


a n c 


-185- 


7 


Sequence 


7, Appli 


n o c 


-185- 


5 


Sequence 


5, Appli 


n o c 
U /D 


-185- 


4 


Sequence 


4 , App 1 i 


A CI 

4 o / 


-657- 


84 


Sequence 


Q A A -nw 1 

o4 , Appl 


4b/ 


-657- 


6322 


Sequence 


C "2 O O A -i-v 

oJzz , Ap 


143 


-980- 


48 


Sequence 


48, Appl 


143 


-980- 


49 


Sequence 


49, Appl 


143 


-980- 


50 


Sequence 


50, Appl 


052 


-554A-283 


Sequence 


2 83, App 


143 


-980- 


46 


Sequence 


46, Appl 


485 


-517- 


212 


Sequence 


212, App 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 



February 28, 2006, 10:47:21 ; Search time 50 Seconds 

(without alignments) 
2193.742 Million cell updates/sec 

US-09-529-043B-2 



Perfect score: 5787 



Sequence : 



1 VSTHTSSTLPAFKKILVANR RVWPAATKVEGGDL I VWS 114 0 



Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



283416 



Post-processing : 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

PIR 80:* 



pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


3712 .5 


64 


.2 


1127 


2 


D70671 


pyruvate 


carboxyla 


2 


2541.5 


43 


. 9 


1178 


1 


A47255 


pyruvate 


carboxyla 


3 


2538.5 


43 


. 9 


1178 


2 


JC4391 


pyruvate 


carboxyla 


4 


2525.5 


43 


.6 


1150 


2 


A83978 


pyruvate 


carboxyla 


5 


2524 


43 


.6 


1148 


2 


F69685 


pyruvate 


carboxyla 


6 


2517.5 


43 


.5 


1178 


1 


JC2460 


pyruvate 


carboxyla 


7 


2493 


43 


.1 


1146 


2 


AH1208 


pyruvate 


carboxyla 


8 


2491.5 


43 


.1 


1144 


2 


D97227 


pyruvate 


carboxyla 


9 


2490 


43 


. 0 


1146 


2 


AC1565 


pyruvate 


carboxyla 


10 


2488 


43 


.0 


1150 


2 


G89881 


pyruvate 


carboxyla 


11 


2473 .5 


42 


.7 


1174 


2 


AE2911 


pyruvate 


carboxyla 


12 


2473 .5 


42 


.7 


1174 


2 


C97686 


pyruvate 


carboxyla 


13 


2464.5 


42 


.6 


1158 


2 


AE3285 


pyruvate 


carboxyla 



14 


2464 


42 


. 6 


1175 


2 


T20346 


Dvruvate carboxvla 


15 


2457 


42 


. 5 


1178 


1 


QYBYP 


ovruvate carboxvla 


16 


2443 


42 


. 2 


1185 


2 


T3 9734 


Dvruva t" r rarhnyvl a 


17 


2436 


42 


. 1 


1180 


2 


S46094 


Dvruvate carhnyvl a 


18 


2417.5 


41 


. 8 


1195 


2 


T43 735 




19 


2406 


41 


. 6 


1137 


2 


E86708 


Dvruvate carhnwl a 


20 


2115 . 5 


36 


. 6 


984 


2 


T44608 


ovruvate carhoyvl a 


2 1 


1 079 


18 


. 6 


-J V X 


2 


D644 ^1 


biotin carhnwl at?p 




X v o o • J 


1 ft 


t 4 


477 


o 




hi nf "i n rarhnvvl sqp 




X V O O < J 


17 


t 9 


447 


2 


AH1923 


b"i nt" "1 n rarhowl ac;** 


24 


1036 . 5 


17 


, 9 


447 


2 


A53311 


biotin carboxvla^e 


25 


1035 


17 . 


, 9 


472 


2 


A70432 


biotin carboxylase 


26 


1019 


17 


. 6 


506 


2 


D692 77 


bn nt" i n rarbnyvl a'se 


27 


997 


17 . 


. 2 


491 


2 


A69123 


biotin carboxylase 


28 


981 . 5 


17 , 


. 0 


448 


2 


S74380 


biotin carboxylase 


29 


976 . 5 


16 , 


, 9 


471 


2 


G82966 


orobable taiotin na 


30 


975 . 5 


16 , 


, 9 


1095 


2 


B83471 


Drobable ovruvate 


31 


971 . 5 


16 , 


. 8 


1078 


2 


D87647 


hvnothetiral nrohp 


32 


961.5 


16 


. 6 


447 


2 


B9733 8 


hi nf i n c ^ "rhnwl a cp 

JJ1UU111 L>Cli. JJUAy 1CIDC 


3 3 


959 


16 


. 6 


667 


2 


J7 ^ O £t O O 


Vi o t Vi p i~ "1 pal Y"ot~ 


34 


959 


16 


. 6 


677 


2 


AC2 997 


Vi\rrm t Vi p t "1 ral nTohP 


35 


957.5 


16 . 


. 5 


444 


2 


C70444 


biotin p^yhnyvl 3 qp 

juf j. w ^ m w a. j_ y j. cl o 


36 


957 


16 , 


. 5 


449 


2 


AI0912 


hi ot"in raThnvvlfleip 


37 


951 . 5 


16 , 


, 4 


455 


2 


B86722 


biotin carboxylase 


38 


949 


16 , 


, 4 


449 


2 


AD0445 


biotin carboxvl at?p 


39 


948 . 5 


16 , 


,4 


539 


2 


T07093 


acetyl -CoA carboxy 


40 


946 


16. 


.3 


444 


2 


T44813 


biotin carboxylase 


41 


946 


16, 


.3 


448 


1 


F64105 


biotin carboxylase 


42 


942 .5 


16. 


.3 


455 


2 


C95049 


acetyl -CoA carboxy 


43 


942 


16. 


.3 


450 


2 


A69581 


acetyl -CoA carboxy 


44 


941.5 


16. 


.3 


455 


2 


A97920 


biotin carboxylase 


45 


939.5 


16 . 


,2 


457 


2 


H71553 


probable biotin ca 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: February 28, 2006, 10:43:56 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



US-09-529-043B-2 
5787 

1 VSTHTSSTLPAFKKILVANR. 



; Search time 253 Seconds 
(without alignments) 
3179.060 Million cell updates/sec 



. RVWPAATKVEGGDLIVWS 1140 



BLOSUM62 
Gapop 10. 



2166443 



, Gapext 0 . 5 

Searched: 2166443 seqs, 705528306 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_05 . 80 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match Length 


DB 


ID 




Description 


1 


5784 


99 


9 


1140 


2 


054587 


_C0RGL 


054587 


corynebacte 


2 


5755 


99 


4 


1140 


2 


Q6F5A6^ 


_C0RGL 


Q6f5a6 


corynebacte 


3 


5755 


99 


4 


1140 


2 


Q8L2G4^ 


_C0RCT 


Q812g4 


corynebacte 


4 


5319.5 


91 


9 


1168 


2 


Q8FRQ0^ 


_C0REF 


Q8frq0 


corynebacte 


5 


5302 .5 


91 


6 


1139 


2 
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